Fig. S3 Principal component plot of the combined cohort
All 3,494 GWAS samples plotted on the first two principal components, colored by phenotypic status.
Fig. S5a Manhattan plot of single variant test in the combined dataset
The blue dash line shows suggestive association p value 10 -5
, the red dash line shows genome wide significant association p value: 5 10 -8
. The -log 10 (P value) is shown. , the red dash line shows genome wide significant association p value: 5 10 -8
. The -log 10 (P value) is shown. The SNPs in HLA region (Chr6:29, 300kb) were excluded in this analysis. The relative location of annotated genes and the direction of transcription are shown in the lower portion of the figure, and the chromosomal position is shown on the x axis. The blue line shows the recombination rate (estimated from HapMap data of CHB population) across the region (right y axis), and the left y axis shows the significance of the associations. 
